In order to find the most appropriate cutoff value for the minimum length of LOH to be considered in the HRD-LOH score we investigated that which cutoff-value based HRD-LOH score would be able to discriminate the BRCA-deficient, and intact samples the best. We considered using Mann-Whitney or Kolmogorov-Smirnov. (Both nonparametric tests to compare two unpaired groups of data.) Abkevich et al. 1 used Kolmogorov-Smirnov test, however Mann-Whitney is more sensitive to changes in the median of the groups, thus we carried out the analysis both with Kolmogorov-Smirnov test (Supplementary Figure S1A and Mann-Whitney test (Supplementary Figure S1B) . In the Abkevich et al. paper the cut-off of 15 Mb was slightly arbitrarily selected, rather than selecting the cut-off with the lowest p-value (cut-off of 7 Mb). The authors argue that the rational for this selection rather than selecting the cut-off with the lowest p-value is that the 15 Mb cut-off is more sensitive to statistical noise present in the data.
So we can represent the difference of HRD-sum distribution between BRCA Intact and Deficient samples we prepared a version of Figure 2 , where the y-axis represents the fraction of the samples from the BRCA Intact or Deficient group instead of the number of patients. (Supplementary Figure S6) 
Effect of coverage on the individual genomic scar scores
To evaluate the effect of coverage on the individual genomic scar scores, we determined the coverage of 15-15 randomly selected BRCA-deficient and BRCA-intact samples. The coverage was estimated using Mosdepth 3 . The Pearson correlation between the coverage and the genomic scars were low in each of the cases (Supplementary Figure S7) . The HRD-LOH score showed the "highest" correlation (r = 0.067, r2 = 0.0045) with average of tumor-, normal depth. To further test the effect of coverage we simulated a reduced, 30x coverage for these samples selecting reads randomly using SAMtools for this subsampling 4 . (The original coverage of these 30 germline and tumor samples were 79x, 85x, respectively. Each of the genomic scar score showed high Pearson-correlation between the 30x (subsampled) and the original samples. 
Supplementary Figure S1B
Supplementary Figure S1B : Optimalization of the cut-off of the size of LOH regions Correlation between HRD-LOH scores and BRCA1/2 deficiency was calculated for different LOH region length cut-offs. The orresponding log10(p-value) of the Mann-Whitney test are on the y-axis. 
